, respectively. For each TLR ectodomain, the highest frequency amino acid residue that occurs in the phenylalanine spine positions of each LRR module is successively displayed based on the multiple sequence alignments among homologous sequences. "x" represents any amino acid residue except aromatic amino acids, implying that the phenylalanine spine is lacking in the corresponding LRR module. The length of each LRR module within the ectodomains of representative sequences of 28 types of vertebrate TLRs is displayed together. The family and ectodomain architecture for each type of TLR are labeled. This analysis was not performed for TLR16/24/26/27 because the number of their known full-length sequences was less than 5. 
